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Abstract: In this study, the DAPI staining is firstly reported for use in the identification of
hepatic carcinoma cells based on hyperspectral microscopy. Nuclei in cancer cells usually contain
more aneuploidies than that in normal cells, leading to the change of DNA content. Here, we
stain hepatic carcinoma tissues and normal hepatic tissues with 4’,6-diamidino-2-phenylindole
(DAPI) which is sensitive to the DNA content as a fluorochrome binds to DNA. Consequently,
the difference in DNA content between hepatic carcinoma cells and normal hepatic cells can be
identified by the fluorescent spectral characteristics. Harnessing the hyperspectral microscopy,
we find that the fluorescent properties of these two kinds of cells are different not only in the
intensity but also in the spectral shape. These properties are exploited to train a support vector
machine (SVM) model for classifying cells. The results show that the sensitivity and specificity
for the identification of 1000 hepatic carcinoma samples are 99.3% and 99.1%, respectively.

© 2020 Optical Society of America under the terms of the OSA Open Access Publishing Agreement

1. Introduction

4′,6-diamidino-2-phenylindole (DAPI) is one of the classical DNA-specific fluorochromes that
binds strongly to adenine–thymine rich regions of DNA [1]. The absorption peaks of DAPI
locate at 222 nm, 259 nm, and 340 nm. Normally, a mercury lamp is used in combination with a
commercial bandpass filter to produce the light around ∼340 nm for matching the absorption peak
of DAPI. The fluorescence of free dye of DAPI is weak with an emission peak at ∼453 nm; while
binds to DNA, the fluorescence quantum yield increases significantly [2]. So, the DNA content
can easily be reflected by the fluorescent intensity when samples are stained with DAPI. Since
DAPI was first suggested for use in flow cytometry by W. Göhde et al. [3], the flow cytometry
examination has become one of the most effective ways for the cellular DNA content/ploidy type
detection [2,4–6] and been widely used for the tumor study and diagnosis [7–11]. Especially, the
cell analysis speed and the cell separation speed of the flow cytometer are extremely high.

Gross chromatin imbalance is a well-recognized feature of various kinds of cancers in human
body [12], which means the cancer tissues often contain much more aneuploidies than the normal
tissues. Therefore, the flow cytometry examination with DAPI staining can be utilized for the
pre-diagnosis of tumor by counting the frequency of aneuploidy of cell population. In this
method, the DNA content is estimated by the fluorescent intensity. However, the fluorescent
intensity detection is susceptible to experiment conditions, such as test equipment, excited source,
temperature, and storage time of samples, even a small change of experiment conditions will lead
to the change of the estimated result. To improve the accuracy and applicability of the cancer
cell identification, more fluorescent features, such as spectral features and spatial features are
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required. Considering the flow cytometry only can obtain the average fluorescent intensity of the
sample and the flow cytometry examination requires a relatively complicate pretreatment process
for the sample, we replace it with a hyperspectral microscopy in this study.

Hyperspectral imaging (HSI) technology can both obtain the spatial and spectral information
of samples, which enables the analysis of each pixel in the field of view (FOV). HSI technology
has already been employed to identify various kinds of cancer cells [13–17]. Almost all relevant
samples used in these studies are stained with hematoxylin–eosin (HE). As a pH-sensitive dye,
hematoxylin–eosin can reveal the difference in nuclear pH value of cancer and normal cells via
their spectral characteristics [18,19]. Yet, the change of pH value of nuclei in cancer cells is
quite small, leading to the relatively low specificity of identification. Moreover, the eosin for
cytoplasm staining is not necessary and even has a bad effect on the extraction of target nuclei
and their spectra. Compare with the HE stain, the DNA-specific stain of DAPI can depress the
noise from background significantly and is more sensitive to the variation in nucleic acid. In
this study, a hyperspectral microscopy is firstly used to analyze the spectral characteristics of
hepatic carcinoma and normal hepatic cells stained with DAPI. We find that the DAPI-DNA
complex owns two emission centers. The blue emission is strong and has been widely reported
by former researches; while the red emission is very weak and barely observed. These two
emissions react differently to the DNA content, so the change of DNA content affects not only
the fluorescent intensity but also the spectral shape. In this study, we used the spectra to train
a support vector machine (SVM) model for the identification. The results showed that the
sensitivity and specificity of the identification for 1000 hepatic carcinoma samples were 99.3%
and 99.1%, respectively.

2. System and samples

2.1. Hyperspectral microscopy

The hyperspectral microscopic system used in our experiment is shown as Fig. 1(a). The Xenon
lamp with a narrow bandpass UV filter is used to generate the exciting light at 360 nm. When
this light enters the inverted microscope (ECLIPSE Ti-U, Nikon), it is focused onto the sample
by an infinity -corrected microscope objective lens and excites the fluorescence of the sample.
Then, the fluorescence passes through the dichroic mirror, the liquid crystal tunable filter (LCTF)
(VariSpecVIS, CRI Inc.), and is finally captured by the CMOS camera (ORCA-Flash 4.0 LT
C11440-42U, HAMAMATSU). The long pass dichroic mirror with a cut-off wavelength at
405 nm is used to separate the exciting light and the fluorescence, and the LCTF is used to realize
the single–wavelength imaging. By changing the voltage of the LCTF continually, we can collect
a series of single–wavelength images over the entire spectral range of 450–720 nm with a spectral
resolution of 2 nm. These images can form a spectral cube (Fig. 1(b)) so that we can obtain the
spectral information of each pixel in the image.

Fig. 1. Hyperspectral microscopy. (a) is hyperspectral experimental system. (b) is the optical
diagram of the system. (c) is the hyperspectral cube, which presents the two-dimensional
spatial information and one-dimensional spectral information of the sample.
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2.2. Samples

Slide samples of 20 cases of hepatic carcinomas were retrieved for this study. The morphologic
characteristics of nuclei in the slide samples (Fig. 2(c) and Fig. 2(d)) were firstly examined by
microscopy, and the grades of the hepatic carcinoma cells were classified based on the World
Health Organization (WHO) criteria. Results demonstrated that most of the hepatic carcinoma
cells in the slides are moderately differentiated (G2) or poorly differentiated (G3). In addition,
slide samples of 20 cases of normal hepatic tissues (Fig. 2(a) and Fig. 2(b)) were also retrieved
for this study. All samples were fixed by formalin, stained with DAPI and stored at 2℃. The
thicknesses of these samples are about 5 µm. The hepatic carcinoma slide samples were extracted
from different persons, as well as the normal hepatic slide samples. All these samples are
provided by Bioaitech Co., Ltd.

Fig. 2. The images of DAPI-stained samples and the effect of photobleaching of DAPI-
stained samples. (a) and (b) are images of normal hepatic cells captured by the 20X (N.
A.= 0.5) and 40X (N. A.= 0.5) objective lens, respectively. (c) and (d) are the images of
hepatic carcinoma cells captured by the 20X and 40X objective lens, respectively. (e) is the
photobleaching of DAPI-stained normal cells at different photobleaching time.

The fluorescence of the DAPI-stained sample is easy to be bleached by the strong exciting
light. According to our experimental result, the fluorescence barely decreased during the
wavelength-scanning of 450 nm-720 nm (about 40 seconds). However, it decreased by ∼25%
after ten minutes (Fig. 2(e)) and cannot restore its original status by keeping the sample in a
dark environment for hours. Therefore, we recorded the spectra at different time. The first
scanned data is used for the identification and all scanned data are used for the investigation of
photobleaching.

3. Method and results

3.1. Spectra acquisition and analysis

We scanned every slide sample and obtained 40 spectral cubes corresponding to the range of
450–720 nm and the spectral resolution of 2 nm. To select the field of view (ROV) properly, a
20X objective (N. A.= 0.5) was used to capture the hyperspectral images and we chose the region
around cancer nests in the slide sample. As shown in Fig. 3, cancer nest is a mass of cancer
cells expanding from a common center. The distinct border between the normal tissue and the
cancer nest can help us to find cancer cells and extract the fluorescent spectra of their nuclei with
precisely.

1000 fluorescent spectra of normal nuclei and 1000 fluorescent spectra of cancer nuclei were
extracted from 40 spectral cubes respectively for the analysis. The spectra of normal cells were
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Fig. 3. Cancer nest in the tissue slide. (a) is the schematic diagram of cancer nest in the
tissue slide. (b) shows the border of cancer nest. Region 1 and region 2 are the normal tissue
and the cancer nest, respectively. (c) is the image of the border of cancer nest. Region 1 and
region 2 are the normal tissue and the cancer nest, respectively.

extracted from slides of normal tissues, while the spectra of cancer cells were extracted from
slides of hepatic carcinomas. The spectra were extracted from each selected pixel, and the target
pixels in the train group were selected manually. Just in case, more situations should be taken
into consideration, we not only extracted spectra from different nuclei but also extracted spectra
from different points in the same nucleus. Especially, all selected spectra of cancer nuclei were
preidentified by the pathological morphology examination.

The average spectral cures of normal and cancer nuclei with the fluctuation of individuals
were illustrated as Fig. 4(a). One can see that the fluorescent intensity of the cancer nucleus
is much higher than that of the normal cell. This is caused by the high DNA content of the
cancer nucleus, which is in accordance with former studies [20–22]. Besides, the normalized
average spectral cures with the fluctuation of individuals (Fig. 4(b)) demonstrates that there is
a small difference in the spectral shapes between normal and cancer nuclei, especially at the
long–wavelength (>560 nm) region.

Fig. 4. Fluorescent spectra of normal and cancer nuclei stained with DAPI. (a) is the average
spectral cures with the fluctuation of individuals. (b) is the normalized spectral cures with
the fluctuation of individuals.

Further, we excited the sample continually and recorded the fluorescent spectra of a certain
point every ten minutes, so we can observe the photobleaching process of the DAPI-stained
sample. As shown in Fig. 5, the normalized spectra at different time do not overlap at the
long–wavelength region, and a red emission peak became significant with the increasing exciting
time. It means the DAPI-DNA complex owns two emission centers and their bleaching speeds
are different.

According to the results shown as Fig. 4(a), the high DNA content in the cancer nucleus can
lead to the enhancement of both emissions. Yet, the enhancement effects for the blue emission
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Fig. 5. The change of the fluorescence of normal cells (a) and cancer cells (b) with the
increasing exciting time.

and the red emission are different. This is the reason why the spectral shape of the cancer nucleus
is different from that of the normal nucleus (Fig. 4(b)).

3.2. Model training and testing

Since the spectral features can reveal the difference in DNA content, a training group formed
with 1000 fluorescent spectra of normal nuclei and 1000 fluorescent spectra of preidentified
cancer nuclei was used to train a support vector machine (SVM) model for the cell identification.
Moreover, a testing group formed with 1000 fluorescent spectra of normal nuclei and1000
fluorescent spectra of cancer nuclei was employed to evaluate the SVM model. Especially, there
is no overlap of the data between the training group and the testing group.

Figure 6 demonstrates the sensitivity (SEN), specificity (SPEC) as a function of the amount
of training samples. SEN is a measure of the proportion of positives identified correctly in all
positives, SPEC is a measure of the proportion of negatives identified correctly in all negatives.
Besides, we also use the positive precision (Ppr) to evaluate the identification. Ppr is a measure of
the proportion of positives identified correctly in all samples identified as positives. In this study,
the cancer cells are the positive samples, and these parameters are defined by the formulas shown
below [23]:

SEN =
TP

TP + FN
(1)

SPEC =
TN

TN + FP
(2)

Ppr =
TP

TP + FP
(3)

where TP and TN present the number of true positives and the number of true negatives, while
FN and FP present the number of false negatives and the number of false positives, respectively.

The training group that contains 2000 samples is large enough for the model training because
the SEN and SPEC both become stable when the amount of training samples is higher than 300.
The corresponding results of the identification are shown in Table 1.

Table 1. Classification results obtained using SVM model based on original spectra

Actual normal cancer

normal 991 9

cancer 7 993

The SEN, SPEC, Ppr for cancer cells were 99.3%, 99.1% and 99.1%, respectively. The high
accuracy rate of the identification is caused by the significant difference in the fluorescent intensity
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Fig. 6. The sensitivity and specificity of normal cells and cancer cells as functions of the
number of training samples. In all cases, half of the training samples are the spectra of
normal nuclei and the rest are the spectra of cancer nuclei.

between normal and cancer nuclei, shown as Fig. 4(a). However, the fluorescent intensity is
susceptible to experiment conditions. Once the experiment conditions change, the accuracy rate
may decrease significantly.

Considering the spectral shape can also reveal the DNA content, we used the normalized
fluorescent spectra to train the SVM model. The normalization for spectra can remove the
difference in fluorescent intensity so that the performance of the identification mainly depends on
the difference in spectral shape. We used the same testing group mentioned above to evaluate the
new model and the results are shown in Table 2.

Table 2. Classification results obtained using SVM model based on normalized spectra

Actual normal cancer

normal 989 11

cancer 8 992

Obviously, the new model can also identify normal and cancer cells precisely (SEN= 99.2%,
SPEC= 98.9% and Ppr=98.9%), even the difference in fluorescent intensity between normal and
cancer nuclei are not taken into consideration.

3.3. Automatic identification of cells in FOV

As a specific fluorochrome for cellular nuclei, DAPI can label the nuclei, making the targets
easy to be extracted from the background. In this experiment, a binarization process was used to
separate the background and the targets. The single-wavelength image at 492 nm (Fig. 7(a)) was
selected for the image processing due to the difference in grayscale level between background
and targets was the biggest. Then, a threshold for the binarization was set for the separation of
background and targets. If the grayscale value of a pixel in the FOV was higher than the threshold,
its value would be set as 1 (targets); otherwise, its value would be set as 0 (background).

A connected-region algorithm was used to label different nuclei as different regions in the
binary image (Fig. 7(b)). If most of the target pixels inside the border of a nucleus were labeled
as cancerous by the SVM model, the corresponding cell will be identified as a cancer cell, and
vice versa. With this method, cells can be precisely identified, even though there is a small
number of pixels inside the border were incorrectly labeled. Figure 7(c) is a pseudo-color image
for showing the identified result in the FOV, with the nuclei of cancer cells labeled in red and that
of the normal nuclei labeled in green.
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Fig. 7. Imaging processing for automatic identification of cells in FOV. (a) is the original
single wavelength at 492 nm. (b) is the binarized image. (c) is the pseudo-color image of the
identification result.

4. Conclusion

Given that the hyperspectral microscopy can obtain more information than the flow cytometry,
it was exploited to examine the DAPI-stained hepatic carcinoma cells and normal hepatic cells
firstly in this study. Harnessing the hyperspectral microscopy, we find that emissions from normal
and cancer nuclei are different not only in the fluorescent intensity but also in the spectral shape.
Further investigation showed the DAPI-DNA complex owns two emission centers and they react
differently to the DNA content. Therefore, the difference in DNA content between normal and
cancer nuclei leads to the difference in the intensity and the spectral shape of their fluorescence.
These properties can be used to realize the precise identification of hepatic carcinoma cells and
normal hepatic cells.
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